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Periplasmic
TM2 Figure S4 : MD predicted PepT So OC state. Detailed description of residues involved in the interactions between the helices that stabilize the OC state of PepTSo are shown. Asn33 (TM1), Ser320 (TM7), Gln341 (TM8), Arg32 (TM1), Asp310 (TM7), His61 (TM2) and Asn454 (TM11) form a hydrogen bond network and lock the extracellular side. The conserved residue Glu419 (TM10) form an extensive network of polar interaction and stabilize the conformation of C domain. The ExxERxxxY motif on TM1 forms ionic interaction with Lys127 and neighboring residues. The intracellular side of the transporter is locked by hydrogen bond interaction between Ser131 (TM4)-Tyr431 (TM10). Pro71 (TM2)-Ser444 (TM11) and Gly75 (TM2)-Thr441 (TM11) interactions also favor the conformation of the OC state. 
